New sequence types of Acinetobacter baumannii in two emergency hospitals in the Central-West region of Brazil
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Dear Editor:
Acinetobacter baumannii, a common causal agent of ventilator-associated pneumonia, is related with high hospital costs and mortality 1 4 . Multilocus sequence typing (MLST) is used to determine the sequence type (ST) of isolates, with A. baumannii ST15, ST25, ST79, and ST1 being the most common in South America 5 . These clones are clustered in MLST clonal complexes (CC) CC15, CC25, CC79, and CC1, respectively 5 . In Brazil, A. baumannii ST15, ST79, and ST1 are also frequently found 6 .
A total of nine Acinetobacter spp. isolates were extracted from rectal swab and wound secretion samples from nine patients hospitalized in intensive care units at two public Table 1 .
The A. baumannii isolates analyzed in this study showed resistance to imipenem and other drugs, as well as sensitivity to polymyxin B, similar to the trends reported in other regions of Brazil and in other countries 2, 3, 9 . The bla OXA-23 gene was most frequently found. These data are similar to those of other international and Brazilian studies 5,6,9, . Other genes associated
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Azevedo FKSF et al. -A. baumannii: ST984, ST985, and ST987 with carbapenem resistance were bla OXA-24 and bla . The bla OXA-24 gene is more prevalent in some countries, such as Ecuador and Mexico, and is uncommon in Brazil 5, 6, 11 . However, it was the second most prevalent carbapenem resistance gene found in another study conducted in the Center-West region of Brazil 9 .
The bla OXA-143 gene, which has been detected in southeastern, southern, and central Brazil, was again found in the Center-West region of the country 9, 10 . The bla OXA-58 , bla KPC , and bla NDM genes were not found. Phylogenetic classification by MLST revealed the presence of ST108, ST162, and ST1, which are commonly found in South American countries, including Brazil 5, 6, 9 . Interestingly, one of the isolates corresponded to ST409, a sequence type first described in Egypt, and was never described in Brazil until now 12 .
Three new STs (ST984, ST985, and ST987) were found.
The isolates reported here were recovered form surveillance cultures, and only one patient evolved to death. However, the finding of isolates of different multidrug-resistant A. baumannii STs deserves the attention and concern of local health authorities owing to the extended antimicrobial resistance profile of this microorganism. More research is warranted to assess the impact of this multidrug-resistant bacterium on the generation of threatening infections in the study region.
